The phylogenetic relationships of the eight species of the Drosophila melanogaster subgroup are examined on the basis of genetic variation at 33 putative enzyme loci. Values of Nei's genetic distance (ds) range from 0-28 to 1-74. D. sechellia appears closer to D. simulans than to D. mauritiana, the two former being the most closely related. D. orena is quite distantly related to D. erecta (ds = 1). Genetic differentiation supports the existence of three main lineages within the melanogaster subgroup and the yakuba-teissieri pair appears to be closer to the melanogaster lineage than to the erecta-orena one. Inferences of the times of species divergence from allozyme data are made and their agreement to other estimates is discussed.
Introduction
Since the pioneer phylogeny based on chromosomes (Lemeunier & Ashburner, 1976) , several studies have focused on relationships within the Drosophila melanogaster subgroup. Dendrograms and networks have been established from different approaches, including the most recent molecular techniques, but the phylogenetic relationships of the species are not yet completely resolved because the different trees show some discrepancies. Thus a comparison between the greatest number of phylogenies is needed. A few enzyme polymorphism studies have been previously made but they failed to include the eight members of the melanogaster subgroup, more especially D. orena and D. sechellia.
This paper provides estimates of genetic divergence and phylogenetic relationships of D. orena and D. sechellia versus the other species. Time of divergences from allozymic data are also compared to the other estimates so far available. Table 1 ). It should be stressed that 9 out of the 33 loci are diagnostic between D. yakuba and D. teissieri (see Table 1 ) and the two species share very few alleles at polymorphic loci.
Material and Methods

Strains
Nei's genetic distance (ds) and the (do) distance are presented in Table 2 . Genetic differentiation between species is generally, high and both estimates, ds and do, are consistent. The lowest genetic distance (ds: 0 2 8 , do = 0-21) is found between D. simulans and D. sechellia; the maximum (ds = 1-73, do = 0-65) involves D. erecta and D. melanogaster. Two phylogenetic trees were constructed from ds and do by using the U P G M A method. The trees produced are identical in topology whichever genetic distance is used yet they differ in branch lengths, especially for the most distant divisions. Only the ds tree is presented in Fig. 1. 
Discussion
The 
